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Fig. S2 
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PKA-catalyzed native CYP2E1 phosphorylation
Phosphorylation intensity: <0.1% (orange), <1% (magenta), <10% (blue), >10% (green)

Fig. S3. Native CYP2E1 phosphorylation by PKA
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PKA-catalyzed CuOOH-inactivated CYP2E1 phosphorylation
Phosphorylation intensity: <0.1% (orange), <1% (magenta), <10% (blue), >10% (green)
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Fig. S4. CuOOH-inactivated CYP2E1 phosphorylation by PKA



PKC-catalyzed native CYP2E1 phosphorylation
Phosphorylation intensity: <0.1% (orange), <1% (magenta), <10% (blue), >10% (green)
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Fig. S5. Native CYP2E1 phosphorylation by PKC
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PKC-catalyzed CuOOH-inactivated CYP2E1 phosphorylation
Phosphorylation intensity: <0.1% (orange), <1% (magenta), <10% (blue), >10% (green)

Fig. S6. CuOOH-inactivated CYP2E1 phosphorylation by PKC



Supplemental Data.  

Annotated MS/MS spectra of CYP2E1 phosphorylation by PKA/PKC
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Data-2  

Annotated MS/MS spectra of Ubc7/gp78-catalyzed CYP2E1 ubiquitination



1. K84:        696.826, +2, 17ppm +2
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2. K87:        632.351, +2, 0.47ppm
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3. K434:        587.320, +3, 27ppm +3
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Data-3  

Annotated MS/MS spectra of Ubc5a/CHIP-catalyzed CYP2E1 ubiquitination



1. K275:        603.980, +3, 17ppm +3
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2. K410:        525.263, +3, -15ppm
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